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<110> HU, Yi 

Nepomnichy, Boris 
Walke, D. Wade 

<12 0> Novel Human Protease and Polynucleotides Encoding the Same 

<130> LEX-0294-USA 

<150> US 60/260,276 
<151> 2001-01-08 

<160> 3 

<170> FastSEQ for Windows Version 4.0 

Lj. <210> 1 

g <211> 2634 

m <212> DNA 

<213> homo sapiens 

H <400> 1 

?\ atggagaact ggactggcag gccctggctg tatctgctgc tgcttctgtc cctccctcag 

jf ctctgcttgg atcaggaggt gttgtccgga cactctcttc agacacctac agaggagggc 

1=1 cagggccccg aaggtgtctg gggaccttgg gtccagtggg cctcttgctc ccagccctgc 

L ggggtggggg tgcagcgcag gagccggaca tgtcagctcc ctacagtgca gctccacccg 

P agtctgcccc tccctccccg gcccccaaga catccagaag ccctcctccc ccggggccag 

frf ggtcccagac cccagacttc tccagaaacc ctccccttgt acaggacaca gtctcgggga 

Q aggggtggcc cacttcgagg tcccgcttcc cacctaggga gagaggagac ccaggagatt 420 

- - . . _ 480 



cgagcggcca ggaggtcccg gcttcgagac cccatcaagc caggaatgtt cggttatggg 



60 
120 
180 
240 
300 
360 



Lyay ^yy^uu a y ^ ^ w w a ^ ~ - ~ ~ 3 — ^ — ~ - 

Q agagtgccct ttgcattgcc actgcaccgg aaccgcaggc accctcggag cccacccaga 540 
Rj tctgagctgt ccctgatctc ttctagaggg gaagaggcta ttccgtcccc tactccaaga 
gcagagccat tctccgcaaa cggcagcccc caaactgagc tccctcccac agaactgtct 
gtccacaccc catcccccca agcagaacct ctaagccctg aaactgctca gacagaggtg 
gcccccagaa ccaggcctgc ccccctacgg catcacccca gagcccaggc ctctggcaca 
gagcccccct cacccacgca ctccttagga gaaggtggct tcttccgtgc atcccctcag 
ccacgaaggc caagttccca gggttgggcc agtccccagg tagcagggag acgccctgat 
ccttttcctt cggtccctcg gggccgaggc cagcagggcc aagggccttg gggaacgggg 
gggactcctc acgggccccg cctggagcct gaccctcagc acccgggcgc ctggctgccc 
ctgctgagca acggccccca tgccagctcc ctctggagcc tctttgctcc cagtagccct 
attccaagat gttctgggga gagtgaacag ctaagagcct gcagccaagc gccctgcccc 
cctgagcagc cagacccccg ggccctgcag tgcgcagcct ttaactccca ggaattcatg 
ggccagctgt atcagtggga gcccttcact gaagtccagg gctcccagcg ctgtgaactg 
aactgccggc cccgtggctt ccgcttctat gtccgtcaca ctgaaaaggt ccaggatggg 
accctgtgtc agcctggagc ccctgacatc tgtgtggctg gacgctgtct gagccccggc 1380 
tgtgatggga tccttggctc tggcaggcgt cctgatggct gtggagtctg tgggggtgat 1440 
gattctacct gtcgccttgt ttcggggaac ctcactgacc gagggggccc cctgggctat 1500 
cagaagatct tgtggattcc agcgggagcc ttgcggctcc agattgccca gctccggcct 15 60 
agctccaact acctggcact tcgtggccct gggggccggt ccatcatcaa tgggaactgg 1620 
gctgtggatc cccctgggtc ctacagggcc ggcgggaccg tctttcgata taaccgtcct 1680 
cccagggagg agggcaaagg ggagagtctg tcggctgaag gccccaccac ccagcctgtg 1740 
gatgtctata tgatctttca ggaggaaaac ccaggcgttt tttatcagta tgtcatctct 1800 
tcacctcctc caatccttga gaaccccacc ccagagcccc ctgtccccca gcttcagccg I860 
gagattctga gggtggagcc cccacttgct ccggcacccc gcccagcccg gaccccaggc 1920 



600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
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accctccagc gtcaggtgcg gatcccccag atgcccgccc cgccccatcc caggacaccc 1980 

ctggggtctc cagctgcgta ctggaaacga gtgggacact ctgcatgctc agcgtcctgc 2040 

gggaaaggtg tctggcgccc cattttcctc tgcatctccc gtgagtcggg agaggaactg 2100 

gatgaacgca gctgtgccgc gggtgccagg cccccagcct cccctgaacc ctgccacggc 216 0 

accccatgcc ccccatactg ggaggctggc gagtggacat cctgcagccg ctcctgtggc 2220 

cccggcaccc agcaccgcca gctgcagtgc cggcaggaat ttgggggggg tggctcctcg 2280 

gtgcccccgg agcgctgtgg acatctcccc cggcccaaca tcacccagtc ttgccagctg 2340 

cgcctctgtg gccattggga agttggctct ccttggagcc agtgctccgt gcggtgcggc 2400 

cggggccaga gaagccggca ggttcgctgt gttgggaaca acggtgatga agtgagcgag 246 0 

caggagtgtg cgtcaggccc cccacagccc cccagcagag aggcctgtga catggggccc 2520 

tgtactactg cctggttcca cagcgactgg agctccaagg tgagcccgga acccccagcc 2580 

atatcctgca tcctgggtaa ccatgcccag gacacctcag cctttccagc atag 2 63 4 

<210> 2 
<211> 877 
<212> PRT 

<213> homo sapiens 
Li <400> 2 

y Met Glu Asn Trp Thr Gly Arg Pro Trp Leu Tyr Leu Leu Leu Leu Leu 

O 1 5 10 15 

=F Ser Leu Pro Gin Leu Cys Leu Asp Gin Glu Val Leu Ser Gly His Ser 

§=- 2 0 25 3 0 

^ Leu Gin Thr Pro Thr Glu Glu Gly Gin Gly Pro Glu Gly Val Trp Gly 

y 35 40 45 

P Pro Trp Val Gin Trp Ala Ser Cys Ser Gin Pro Cys Gly Val Gly Val 

s 50 55 60 

O Gin Arg Arg Ser Arg Thr Cys Gin Leu Pro Thr Val Gin Leu His Pro 
M 65 ~ 70 75 80 

O Ser Leu Pro Leu Pro Pro Arg Pro Pro Arg His Pro Glu Ala Leu Leu 
03 85 90 95 

Q Pro Arg Gly Gin Gly Pro Arg Pro Gin Thr Ser Pro Glu Thr Leu Pro 
ry 100 105 110 

Leu Tyr Arg Thr Gin Ser Arg Gly Arg Gly Gly Pro Leu Arg Gly Pro 

115 120 125 

Ala Ser His Leu Gly Arg Glu Glu Thr Gin Glu lie Arg Ala Ala Arg 

130 135 140 

Arg Ser Arg Leu Arg Asp Pro He Lys Pro Gly Met Phe Gly Tyr Gly 
145 150 155 160 

Arg Val Pro Phe Ala Leu Pro Leu His Arg Asn Arg Arg His Pro Arg 

165 170 175 

Ser Pro Pro Arg Ser Glu Leu Ser Leu He Ser Ser Arg Gly Glu Glu 

180 185 190 

Ala He Pro Ser Pro Thr Pro Arg Ala Glu Pro Phe Ser Ala Asn Gly 

195 200 205 

Ser Pro Gin Thr Glu Leu Pro Pro Thr Glu Leu Ser Val His Thr Pro 

210 215 220 

Ser Pro Gin Ala Glu Pro Leu Ser Pro Glu Thr Ala Gin Thr Glu Val 
225 230 235 240 

Ala Pro Arg Thr Arg Pro Ala Pro Leu Arg His His Pro Arg Ala Gin 

245 250 255 

Ala Ser Gly Thr Glu Pro Pro Ser Pro Thr His Ser Leu Gly Glu Gly 

260 265 270 

Gly Phe Phe Arg Ala Ser Pro Gin Pro Arg Arg Pro Ser Ser Gin Gly 

275 280 285 

Trp Ala Ser Pro Gin Val Ala Gly Arg Arg Pro Asp Pro Phe Pro Ser 
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290 295 300 

Val Pro Arg Gly Arg Gly Gin Gin Gly Gin Gly Pro Trp Gly Thr Gly 
305 ~ 310 315 320 

Gly Thr Pro His Gly Pro Arg Leu Glu Pro Asp Pro Gin His Pro Gly 

325 330 335 

Ala Trp Leu Pro Leu Leu Ser Asn Gly Pro His Ala Ser Ser Leu Trp 

340 345 350 

Ser Leu Phe Ala Pro Ser Ser Pro lie Pro Arg Cys Ser Gly Glu Ser 

355 360 365 

Glu Gin Leu Arg Ala Cys Ser Gin Ala Pro Cys Pro Pro Glu Gin Pro 

370 375 380 

Asp Pro Arg Ala Leu Gin Cys Ala Ala Phe Asn Ser Gin Glu Phe Met 
385 390 395 400 

Gly Gin Leu Tyr Gin Trp Glu Pro Phe Thr Glu Val Gin Gly Ser Gin 

405 410 415 

Arg Cys Glu Leu Asn Cys Arg Pro Arg Gly Phe Arg Phe Tyr Val Arg 

420 425 430 

His Thr Glu Lys Val Gin Asp Gly Thr Leu Cys Gin Pro Gly Ala Pro 

435 440 445 

Asp lie Cys Val Ala Gly Arg Cys Leu Ser Pro Gly Cys Asp Gly He 

450 455 460 

Leu Gly Ser Gly Arg Arg Pro Asp Gly Cys Gly Val Cys Gly Gly Asp 
465 ' 470 475 480 

Asp Ser Thr Cys Arg Leu Val Ser Gly Asn Leu Thr Asp Arg Gly Gly 

485 490 495 

Pro Leu Gly Tyr Gin Lys He Leu Trp He Pro Ala Gly Ala Leu Arg 

500 505 510 

Leu Gin He Ala Gin Leu Arg Pro Ser Ser Asn Tyr Leu Ala Leu Arg 

515 520 525 

Gly Pro Gly Gly Arg Ser He He Asn Gly Asn Trp Ala Val Asp Pro 

530 535 540 

Pro Gly Ser Tyr Arg Ala Gly Gly Thr Val Phe Arg Tyr Asn Arg Pro 
545 " 550 555 560 

Pro Arg Glu Glu Gly Lys Gly Glu Ser Leu Ser Ala Glu Gly Pro Thr 

565 570 575 

Thr Gin Pro Val Asp Val Tyr Met He Phe Gin Glu Glu Asn Pro Gly 

580 585 590 

Val Phe Tyr Gin Tyr Val He Ser Ser Pro Pro Pro He Leu Glu Asn 

595 600 605 

Pro Thr Pro Glu Pro Pro Val Pro Gin Leu Gin Pro Glu He Leu Arg 

610 615 620 

Val Glu Pro Pro Leu Ala Pro Ala Pro Arg Pro Ala Arg Thr Pro Gly 
625 630 635 640 

Thr Leu Gin Arg Gin Val Arg He Pro Gin Met Pro Ala Pro Pro His 

645 650 655 

Pro Arg Thr Pro Leu Gly Ser Pro Ala Ala Tyr Trp Lys Arg Val Gly 

660 665 670 

His Ser Ala Cys Ser Ala Ser Cys Gly Lys Gly Val Trp Arg Pro He 

675 680 685 

Phe Leu Cys He Ser Arg Glu Ser Gly Glu Glu Leu Asp Glu Arg Ser 

690 695 700 

Cys Ala Ala Gly Ala Arg Pro Pro Ala Ser Pro Glu Pro Cys His Gly 
705 710 715 720 

Thr Pro Cys Pro Pro Tyr Trp Glu Ala Gly Glu Trp Thr Ser Cys Ser 

725 730 735 

Arg Ser Cys Gly Pro Gly Thr Gin His Arg Gin Leu Gin Cys Arg Gin 



3 



Glu Phe Gly Gly Gly Gly Ser Ser Val Pro Pro Glu Arg Cys Gly His 

755 760 765 

Leu Pro Arg Pro Asn He Thr Gin Ser Cys Gin Leu Arg Leu Cys Gly 

770 775 780 

His Trp Glu Val Gly Ser Pro Trp Ser Gin Cys Ser Val Arg Cys Gly 
785 790 795 800 

Arg Gly Gin Arg Ser Arg Gin Val Arg Cys Val Gly Asn Asn Gly Asp 

805 810 815 

Glu Val Ser Glu Gin Glu Cys Ala Ser Gly Pro Pro Gin Pro Pro Ser 

820 825 830 

Arg Glu Ala Cys Asp Met Gly Pro Cys Thr Thr Ala Trp Phe His Ser 

835 840 845 

Asp Trp Ser Ser Lys Val Ser Pro Glu Pro Pro Ala He Ser Cys He 

850 855 860 

Leu Gly Asn His Ala Gin Asp Thr Ser Ala Phe Pro Ala 



<210> 3 
y± <211> 2895 
Q <212> DNA 

r== <213> homo sapiens 

J <400> 3 

L f gtggccgccg cggagcgagg ttgcctggag agagcgcctg ggcgcagaag ggttaacggg 60 

•ft ccaccggggg ctcgcagagc aggagggtgc tctcggacgg tgtgtccccc actgcactcc 120 

tgaacttgga ggacagggtc gccgcgaggg acgcagagag caccctccac gcccagatgc 18 0 

5=1 ctgcgtagtt tttgtgacca gtccgctcct gcctccccct ggggcagtag agggggagcg 240 

L. atggagaact ggactggcag gccctggctg tatctgctgc tgcttctgtc cctccctcag 3 00 

H ctctgcttgg atcaggaggt gttgtccgga cactctcttc agacacctac agaggagggc 3 60 

J: cagggccccg aaggtgtctg gggaccttgg gtccagtggg cctcttgctc ccagccctgc 42 0 

U ggggtggggg tgcagcgcag gagccggaca tgtcagctcc ctacagtgca gctccacccg 48 0 

ffl agtctgcccc tccctccccg gcccccaaga catccagaag ccctcctccc ccggggccag 540 

O ggtcccagac cccagacttc tccagaaacc ctccccttgt acaggacaca gtctcgggga 600 

Fy aggggtggcc cacttcgagg tcccgcttcc cacctaggga gagaggagac ccaggagatt 66 0 

cgagcggcca ggaggtcccg gcttcgagac cccatcaagc caggaatgtt cggttatggg 72 0 

agagtgccct ttgcattgcc actgcaccgg aaccgcaggc accctcggag cccacccaga 780 

tctgagctgt ccctgatctc ttctagaggg gaagaggcta ttccgtcccc tactccaaga 840 

gcagagccat tctccgcaaa cggcagcccc caaactgagc tccctcccac agaactgtct 9 00 

gtccacaccc catcccccca agcagaacct ctaagccctg aaactgctca gacagaggtg 9 60 

gcccccagaa ccaggcctgc ccccctacgg catcacccca gagcccaggc ctctggcaca 1020 

gagcccccct cacccacgca ctccttagga gaaggtggct tcttccgtgc atcccctcag 1080 

ccacgaaggc caagttccca gggttgggcc agtccccagg tagcagggag acgccctgat 1140 

ccttttcctt cggtccctcg gggccgaggc cagcagggcc aagggccttg gggaacgggg 1200 

gggactcctc acgggccccg cctggagcct gaccctcagc acccgggcgc ctggctgccc 1260 

ctgctgagca acggccccca tgccagctcc ctctggagcc tctttgctcc cagtagccct 1320 

attccaagat gttctgggga gagtgaacag ctaagagcct gcagccaagc gccctgcccc 13 80 

cctgagcagc cagacccccg ggccctgcag tgcgcagcct ttaactccca ggaattcatg 1440 

ggccagctgt atcagtggga gcccttcact gaagtccagg gctcccagcg ctgtgaactg 1500 

aactgccggc cccgtggctt ccgcttctat gtccgtcaca ctgaaaaggt ccaggatggg 1560 

accctgtgtc agcctggagc ccctgacatc tgtgtggctg gacgctgtct gagccccggc 1620 

tgtgatggga tccttggctc tggcaggcgt cctgatggct gtggagtctg tgggggtgat 1680 

gattctacct gtcgccttgt ttcggggaac ctcactgacc gagggggccc cctgggctat 1740 

cagaagatct tgtggattcc agcgggagcc ttgcggctcc agattgccca gctccggcct 18 00 

agctccaact acctggcact tcgtggccct gggggccggt ccatcatcaa tgggaactgg 1860 

gctgtggatc cccctgggtc ctacagggcc ggcgggaccg tctttcgata taaccgtcct 1920 
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cccagggagg agggcaaagg ggagagtctg tcggctgaag gccccaccac ccagcctgtg 1980 

gatgtctata tgatctttca ggaggaaaac ccaggcgttt tttatcagta tgtcatctct 2040 

tcacctcctc caatccttga gaaccccacc ccagagcccc ctgtccccca gcttcagccg 2100 

gagattctga gggtggagcc cccacttgct ccggcacccc gcccagcccg gaccccaggc 2160 

accctccagc gtcaggtgcg gatcccccag atgcccgccc cgccccatcc caggacaccc 2220 

ctggggtctc cagctgcgta ctggaaacga gtgggacact ctgcatgctc agcgtcctgc 2280 

gggaaaggtg tctggcgccc cattttcctc tgcatctccc gtgagtcggg agaggaactg 2340 

gatgaacgca gctgtgccgc gggtgccagg cccccagcct cccctgaacc ctgccacggc 2400 

accccatgcc ccccatactg ggaggctggc gagtggacat cctgcagccg ctcctgtggc 246 0 

cccggcaccc agcaccgcca gctgcagtgc cggcaggaat ttgggggggg tggctcctcg 252 0 

gtgcccccgg agcgctgtgg acatctcccc cggcccaaca tcacccagtc ttgccagctg 258 0 

cgcctctgtg gccattggga agttggctct ccttggagcc agtgctccgt gcggtgcggc 2 64 0 

cggggccaga gaagccggca ggttcgctgt gttgggaaca acggtgatga agtgagcgag 27 0 0 

caggagtgtg cgtcaggccc cccacagccc cccagcagag aggcctgtga catggggccc 2760 

tgtactactg cctggttcca cagcgactgg agctccaagg tgagcccgga acccccagcc 2 82 0 

atatcctgca tcctgggtaa ccatgcccag gacacctcag cctttccagc atagctcaat 2880 

aaacttgtat tgatc 2895 
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